The potential clinical application of gas 
showed that the gas chromatographic analysis of metabolic products or of bacterial cell components offer a good tool in clinical microbiological laboratories for identifying the infective agents and for studying the taxonomic classification of bacteria. Goodfellow and Minnikin [3] and Brondz and Olsen [4] recently introduced new criteria for classifying the microorganisms on the basis of the proteic, lipidic and saccharidic composition of the bacterial cell.
The lipidic components of the bacterial envelope were particularly studied as specific markers for many strains: in Gram-positive bacteria, the cell lipids are concentrated in the plasma membrane whereas in Gram-negative bacteria lipoproteins and polar and non-polar lipids are located in the plasma or in the outer membrane. The chemotaxonomic classification of Gram-positive bacteria could be based only on the cellular fatty acid pattern because the metabolic products of these bacteria (ketones, alcohols and amines) are not specific enough [3] . However, Brondz and Olsen [4] and Drucker [5] reported that short-chain (1-7 carbon atoms) and non-hydroxylated fatty acids are specific components of the structure of anaerobic bacteria.
According to Asselineau and Asselineau [6] , the introduction of fused-silica capillary columns with polar and non-polar stationary phases in gas chromatographic analysis has facilitated the identification of a large number of fatty acids and improved the resolution of this method for microbial identification.
The MIS (Microbial Identification System; HewlettPackard, Avondale, PA, USA) is a computerized and completely automated gas chromatographic apparatus for the identification of aerobic and anaerobic bacteria based on their cellular fatty acids composition (C9-C20).
A pattern recognition program compares the fatty acids of an unknown sample with those of the reference bacteria stored in a computer library. The unknown strain is identified only if its fatty acids pattern has characteristics close to some of the patterns present in the library.
So far, the library contains the fatty acid patterns ofmany Gram-positive cocci, Gram-positive rods, Gram-negative cocci and Gram-negative fermenters and non-fermenters; it is expected to be updated for other anaerobic bacteria, yeasts, moulds and other fungi and nycobacteria.
In this paper, the potential application of [7] . For our gas chromatographic study, the aerobic colonies were harvested directly from the specific media or from Miiller When the GC analysis is not good enough or the sample is too dilute, concentrated or contaminated, the identifica- Table 2 . Day-to-@ precision of the gas chromatic analysis. (2) Streptococcus pyogenes (7) Streptococcus agalactiae (2) Streptococcuspyogenes ( Table 2 .
The results obtained from the GC analyses of367 samples and the comparison with the reference method are summarized in Table 3 .
According to Lennette et al. [8] In Table 4 
